Table S4. Logistic regression analysis of associations between SNPs (rs7250071, rs2217083, rs11195248 and rs1127326) and ALL risk.
	Genotype
	Cases(N=782)
	Controls(N=1077)
	Pa
	Crude OR(95% CI)
	P
	Adjusted ORb(95% CI)
	Pb

	rs7250071(HWE=0.1055)
	
	
	
	
	
	

	CC
	554 (70.84)
	780(72.42)
	
	1.00
	
	1.00
	

	CT
	191 (24.42)
	265 (24.61 )
	
	1.01 (0.78-1.40)
	0.353
	1.02 (0.78-1.41)
	0.323

	TT
	37 (4.73)
	32(2.97 )
	
	1.63 (0.91-2.82)
	0.159
	1.64 (0.92-2.96)
	0.132

	Dominant
	228 (29.16)
	297 ( 27.58)
	0.635
	1.08(0.85-1.77)
	0.635
	1.08 (0.86-1.79)
	0.635

	Recessive
	645 (82.48)
	1045(97.03 )
	0.245
	0.87 (0.64-2.72)
	0.245
	0.88 (0.65-2.75)
	0.245

	rs2217083(HWE=0.7056)
	
	
	
	
	
	

	GG
	301 (38.49)
	443( 41.13)
	
	1.00
	
	1.00
	

	GC
	[bookmark: _GoBack]281 (35.93)
	491(45.59 )
	
	0.84(0.63-1.70)
	0.271
	0.84 (0.64-1.71)
	0.269

	CC
	200 (25.58)
	143(13.28)
	
	2.06(0.95-3.01)
	0.124
	2.06 (0.95-3.02)
	0.124

	Dominant
	481(61.51)
	634(58.87 )
	0.209
	1.12 (0.92-2.28)
	0.209
	1.12 (0.92-2.30)
	0.209

	Recessive
	582(74.42)
	934 (86.72)
	0.132
	0.92 (0.85-1.46)
	0.133
	0.93 (0.87-1.49)
	0.133

	rs11195248(HWE=0.9140)
	
	
	
	
	
	

	CC
	345 (44.11)
	507( 47.08)
	
	1.00
	
	1.00
	

	CG
	327 (41.82)
	465( 43.18)
	
	1.03(0.94-1.80)
	0.587
	1.03 (0.94-1.85)
	0.584

	GG
	110 (14.07)
	105(9.75)
	
	1.54(0.91-2.25)
	0.221
	1.54 (0.92-2.25)
	0.221

	Dominant
	437(55.88)
	570( 52.92)
	0.079
	1.13 (0.69-1.78)
	0.079
	1.14 (0.70-1.78)
	0.079

	Recessive
	455(58.18)
	712(66.11)
	0.246
	0.94 (0.82-1.46)
	0.246
	0.94 (0.82-1.46)
	0.246

	rs1127326(HWE=0.3465)
	
	
	
	
	
	

	TT
	483 (61.76 )
	702 (65.18 )
	
	1.00
	
	1.00
	

	TC
	288 ( 36.83)
	329 (30.55 )
	
	1.27 (0.79-1.88)
	0.955
	1.26 (0.79-1.89)
	0.926

	CC
	11 (1.41 )
	46 ( 4.27)
	
	0.35 (0.12-1.46)
	0.391
	0.34 (0.13-1.46)
	0.393

	Dominant
	299 (38.24 )
	375 ( 34.82)
	0.861
	1.16 (0.76-1.44)
	0.861
	1.16 (0.78-1.44)
	0.889

	Recessive
	771( 98.59)
	1031 (95.73 )
	0.383
	1.09 (0.38-1.45)
	0.384
	1.09 (0.38-1.45)
	0.384


 Values were in bold if the 95% CIs excluded 1 or P values less than 0.05.
a χ2 test for genotype distributions between ALL cases and cancer-free controls.
b Adjusted for age and gender. 

